Sorafenib is of great importance owing to its antitumor properties (Khire et al., 2004; Dominguez et al., 2007). The title compound, as one of its derivatives, possessed even better in vitro anticancer activity against both two tumor cell lines (HCT116 and HEPG2). As a potent antitumor drug, we report here its crystal structure. In the title molecule, C 22 H 21 N 3 O 4 S, (Fig.   1 ), the phenyl ring makes dihedral angles of 78.54 (6)° and 75.30 (6)° with the pyridine ring and the 3,5-dimethoxyphenyl ring, respectively. In crystal, the molecules form centrosymmetric dimers via a pair of intermolecular N-H···O hydrogen bonds. In the crystal structure, intermolecular N-H···O hydrogen-bonding interactions between the dimers form an infinite three-dimensional structure (Table 1 and Fig. 2) .
There are two independent molecules in the asymmetric unit of the title compound, C 22 H 21 N 3 O 4 S. The central benzene ring makes dihedral angles of 74.28 (6) and 68.84 (6) with the pyridine and 3,5-dimethoxyphenyl rings, respectively, in one molecule [86.66 (6) and 81.14 (6) respectively, in the other]. Each of the molecules forms a centrosymmetric dimer with another molecule via pairs of intermolecular N-HÁ Á ÁO hydrogen bonds. These hydrogen bonds connect the N-H groups and the O atoms of the carbonyl groups next to the 3,5dimethoxyphenyl rings. Additional intermolecular N-HÁ Á ÁO interactions link the dimers in the crystal structure. Refinement R[F 2 > 2(F 2 )] = 0.044 wR(F 2 ) = 0.065 S = 1.00 8806 reflections 547 parameters H-atom parameters constrained Á max = 0.24 e Å À3 Á min = À0.23 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx þ 1; Ày; Àz þ 1; (ii) x; y À 1; z; (iii) Àx þ 2; Ày þ 1; Àz þ 2; (iv) x; y þ 1; z þ 1.
Related literature
Data collection: CrysAlis PRO (Oxford Diffraction, 2010); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: OLEX2 (Dolomanov et al., 2009); software used to prepare material for publication: OLEX2. Fig. 1 Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
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